The dimer interface in this crystal structure is not symmetric and the effects of mutation of residues within each protomer are thus different. c SecA consensus based on an alignment of 67 sequences using E. coli as the reference. An asterisk indicates complete conservation. Residues that lie within the dimer interface and the predicted change in dimerization affinity upon mutation to alanine. b The corresponding residue in E. coli SecA was determined by a structure-based sequence alignment using PDBeFold. c The dimer interface in this crystal structure is not symmetric and the effects of mutation of residues within each protomer are thus different. d SecA consensus based on an alignment of 67 sequences using E. coli as the reference. An asterisk indicates complete conservation. Residues that lie within the dimer interface and the predicted change in dimerization affinity upon mutation to alanine. b The corresponding residue in E. coli SecA was determined by a structure-based sequence alignment using PDBeFold. c The dimer interface in this crystal structure is symmetric and the effects of mutation of residues within each protomer are thus equivalent. d SecA consensus based on an alignment of 67 sequences using E. coli as the reference. An asterisk indicates complete conservation. Residues that lie within the dimer interface and the predicted change in dimerization affinity upon mutation to alanine. b The corresponding residue in E. coli SecA was determined by a structure-based sequence alignment using PDBeFold. c The dimer interface in this crystal structure is not symmetric and the effects of mutation of residues within each protomer are thus different. d SecA consensus based on an alignment of 67 sequences using E. coli as the reference. An asterisk indicates complete conservation. Residues that lie within the dimer interface and the predicted change in dimerization affinity upon mutation to alanine. b The corresponding residue in E. coli SecA was determined by a structure-based sequence alignment using PDBeFold. c The dimer interface in this crystal structure is not symmetric and the effects of mutation of residues within each protomer are slightly different.
